Fig. S3. Alignments of TETY2 homologs to canine and human X chromosomes

a. Conservation of cat TETY2 cds to canine chrX. Matching bases in TETYZ2 cDNA and canine genomic sequences

are colored blue and capitalized. Light blue bases mark the boundaries of gaps in either sequence (often splice sites). The dog
ESTs (Table 1) collectively match a larger span of the dog X chromosome (pos. 6,507,232-6,534,282) which was used in the

Blat search to the human X chromosome in b (bottom of page).

(positions 6,568,881-6,569,818bp in dog July 2004 X assembly):
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b. TETY2 X homologous region in the human genome. Region of X chromosome homology to the Y-linked transcript
TETY2, displayed in the UCSC Genome Browser Viewer (May 2004 assembly). The canine X chromosome region
homologous to canine and feline TETY2 ESTs and cDNAs (Table 1 & Fig.4) was used as the input sequence for a BLAT
search (versus the human X chromosome shown). Chromosome coordinates (in base-pairs) are given above.
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